which 334 were parsimony鄄informative sites, with 72 transitions ( si) and 93 transversions ( sv) ( si / sv = 0. 8) . Meanwhile, no indels ( insertions / deletions) were detected in the COI sequences from any samples. The percentage of interspecific sequence divergence within the same genus, intergeneric sequence divergence within the same subfamily, and those between subfamilies were analyzed. The mean values were 12. 5% -27. 3% , 19. 7% -29. 0% and 29. 2% , respectively. The COI fragment encodes 235 amino acids, of which 100 sites were variable. A phylogenetic tree of 35 Veneridae clams was constructed based on the COI nucleotide sequences, with Mactra chinensis as an outgroup species. Tree topologies showed that all species of Veneridae are in the same group, forming a clade distinct from the outgroup species. Within Veneridae, six species of the subfamily Dosininae formed a clade with a bootstrap value of 75% . Two species of the subfamily Venerinae formed another clade with a bootstrap value of 93% . All species of the subfamily Meretricinae formed a monophyletic group with a bootstrap value of 70% , in which M. meretrix, M. lusoria and Meretrix petechialis were first clustered with a high bootstrap value of 99% . This result indicated that M. meretrix, M. lusoria, and M. petechialis have a closer relationship than other species. An analysis of tree topology and sequence alignment indicated that M. lusoria, M.
petechialis, and M. meretrix are closely related species. The data support the viewpoint that M. petechialis and M. lusoria should be treated as synonymous with M. meretrix, and may be described as two geographical subspecies. The data also support the perspective that Dosinia corrugata and Dosinia angulosa are two distinct species. The validity of Paphia undulata and Paphia textile as different species is also supported. This result reveals that the COI gene is an appropriate marker for studies in phylogeny and phylogeography of the Veneridae clams. [15] ,总 DNA 溶于 TE 中,-20 益 保存备用。 1. 3摇 PCR 扩增及产物克隆测序 参考 Folmer [16] 无脊椎动物 COI 通用引物并根据贝类 COI 基因序列进行适当调整,设计了 1 对适用于双 
